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Glu 


Ala 


Pro 


Lys 






275 










280 










285 








Met 


Thr 


Pro 


He 


Pro 


Leu 


Glu 


Thr 


He 


Arg 


Thr 


Phe 












290 










295 










300 











<210> 5 
<211> 5 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : consensus MREll 
peptide 

<400> 5 

Gly Asp Leu Phe His 
1 5 



<210> 6 
<211> 9 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : consensus MREll 
peptide 



5 



<220> 

<221> MOD_RES 
<222> (5) 

<22 3> Xaa = Arg or Lys 
<220> 

<221> MOD^RES 
<222> (7) 

<22 3> Xaa = Thr or Ser 



<220> 

<221> MOD_RES 
<222> (9) 

<223> Xaa = His or Tyr 
<400> 6 

Asn Lys Pro Ser Xaa Lys Xaa Leu Xaa 
1 5 



<210> 7 
<211> 6 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : consensus MREll 
peptide 

<220> 

<221> MOD_RES 
<222> (5) 

<22 3> Xaa = Arg or Lys 
<400> 7 

Cys Met Gly Asp Xaa Pro 
1 5 



<210> 8 
<211> 5 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : consensus MREll 
peptide 

<220> 

<221> MOD_RES 
<222> (2) 

<223> Xaa = lie or Leu 

<400> 8 

Glu Xaa Leu Ser Asp 
1 5 



6 



<210> 9 
<211> 5 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : consensus MREll 
peptide 

<400> 9 

Val Asn Tyr Glx Asp 
1 5 



<210> 10 
<211> 7 
<212> PRT 

<213> Artificial Secjuence 
<220> 

<223> Description of Artificial Sequence : consensus MREll 
peptide 

<400> 10 

Asn lie Ser lie Pro Val Phe 
1 5 



<210> 11 
<211> 5 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : consensus MREll 
peptide 

<400> 11 

Gly Asn His Asp Asp 
1 5 



<210> 12 

<211> 6 

<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Description of Artificial Sequence : consensus MREll 
peptide 

<220> 

<221> MOD_RES 

<222> (1) 

<223> Xaa = Val or He 



<220> 

<221> MOD_RES 
<222> (6) 

<22 3> Xaa = Arg or Lys 



7 



<400> 12 

Xaa Asn His Phe Gly Xaa 
1 5 



<210> 13 
<211> 12 
<212> PRT 

<213> Artificial Sec[uence 
<220> 

<223> Description of Artificial Sequence : consensus MREll 
peptide 

<220> 

<221> MOD_RES 
<222> (7) 

<223> Xaa = lie or Leu 
<400> 13 

Gin Lys Gly Ser Thr Lys Xaa Ala Leu Tyr Gly Leu 
15 10 



<210> 14 
<211> 6 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : consensus MREll 
peptide 

<220> 

<221> MOD_RES 
<222> (5) 

<223> Xaa = Tyr or Phe 
<400> 14 

Asp Glu Arg Leu Xaa Arg 
1 5 



<210> 15 
<211> 4 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : consensus MREll 
peptide 

<400> 15 
Trp Phe Asn Leu 
1 



<210> 16 

<211> 7 

<212> PRT 

<213> Artificial Sequence 



8 



<220> 

<223> Description of Artificial Sequence : consensus MREll 
peptide 

<220> 

<221> MOD_RES 
<222> (2) 

<223> Xaa = lie or Leu 
<400> 16 

Phe Xaa Pro Glu Gin Phe Leu 
1 5 



<210> 17 
<211> 14 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : consensus MREll 
peptide 

<220> 

<221> MOD_RES 
<222> (3) 

<223> Xaa = lie or Leu 
<220> 

<221> MOD_RES 
<222> (5) 

<223> Xaa = Leu or Met 
<400> 17 

Asp Phe Xaa Asp Xaa Val lie Trp Gly His Glu His Glu Cys 
15 10 



<210> 18 
<211> 6 
<212> PRT 

<213> Artificial Sequence 

<220> 

<223> Description of Artificial Sequence : consensus MREll 
peptide 

<400> 18 

Gin Pro Gly Ser Ser Val 
1 5 



<210> 19 
<211> 41 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : oligonucleotide 
duplex substrate for MREll plate-based assay 



9 



<220> 

<221> modif ied_base 
<222> (1) 

<223> n = c modified by biotin 
<220> 

<221> modif ied_base 
<222> (27) 

<223> n = 5-bromo-2 ' -deoxyuridine 
<220> 

<221> modif ied_base 
<222> (40) 

<223> n = 5-bromo-2 ' -deoxyuridine 
<400> 19 

nagccagaca gtggagtact accacbngtg tggcccaggn c 

<210> 20 
<211> 40 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence : oligonucleotide 
duplex substrate for MREll plate -based assay 

<400> 20 

gacctgggcc acacagtggt agtactccac tgtctggctg 



<210> 21 
<211> 200 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence :poly Gly 
flexible linker 

<220> 

<221> MOD_RES 
<222> (6) . . (200) 

<223> Gly residues from position 6 to 200 may be present 
or absent 



<400> 21 






















Gly Gly Gly 


Gly 


Gly 


Gly 


Gly Gly 


Gly 


Gly 


Gly 


Gly Gly Gly Gly Gly 


1 




5 








10 






15 




Gly Gly Gly 


Gly 
20 


Gly 


Gly 


Gly Gly 


Gly 

25 


Gly 


Gly 


Gly Gly Gly 
30 


Gly 


Gly 


Gly Gly Gly 


Gly 


Gly 


Gly 


Gly Gly 


Gly 


Gly 


Gly 


Gly Gly Gly 


Gly 


Gly 


35 








40 








45 






Gly Gly Gly 


Gly 


Gly 


Gly 


Gly Gly 


Gly 


Gly 


Gly 


Gly Gly Gly 


Gly 


Gly 


50 








55 








60 






Gly Gly Gly 


Gly 


Gly 


Gly 


Gly Gly 


Gly 


Gly 


Gly 


Gly Gly Gly 


Gly 


Gly 


65 






70 








75 






80 


Gly Gly Gly 


Gly 


Gly 
85 


Gly 


Gly Gly 


Gly 


Gly 
90 


Gly 


Gly Gly Gly 


Gly 
95 


Gly 



10 



Gly Gly Gly Gly Gly 
100 

Gly Gly Gly Gly Gly 
115 

Gly Gly Gly Gly Gly 
130 

Gly Gly Gly Gly Gly 
145 

Gly Gly Gly Gly Gly 
165 

Gly Gly Gly Gly Gly 
180 

Gly Gly Gly Gly Gly 
195 



Gly Gly Gly Gly Gly Gly 
105 

Gly Gly Gly Gly Gly Gly 
120 

Gly Gly Gly Gly Gly Gly 
135 

Gly Gly Gly Gly Gly Gly 
150 155 
Gly Gly Gly Gly Gly Gly 
170 

Gly Gly Gly Gly Gly Gly 
185 

Gly Gly Gly 
200 



Gly Gly Gly 


Gly 


Gly 


110 






Gly Gly Gly 


Gly 


Gly 


125 






Glv Glv Glv 

wj-jr wj-jr wj.jr 


Glv 


Glv 


140 






Gly Gly Gly 


Gly 


Gly 






160 


Gly Gly Gly 


Gly 


Gly 




175 




Gly Gly Gly 


Gly 


Gly 


190 
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